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Genome Sequences of Two Pseudoalteromonas Strains Isolated from 
the South China Sea 
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Two Pseudoalteromonas strains, SCSIO 04301 and SCSIO 11900, were isolated from the South China Sea, and both strains form 
biofilms. Here we present the draft genome sequences of these two strains, which will aid the study of marine microbes that are 
adapted to marine sediments or are associated with eukaryotic hosts. 
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Pseudoalteromonas (Gammaproteobacteria, Alteromonadales, 
Alteromonadaceae), a genus of Gammaproteobacteria, was dif- 
ferentiated from the Alteromonas genus in 1995 according to the 
difference in small-subunit rRNA gene sequences (1). Pseudo- 
alteromonas is widespread in marine environments and has be- 
come an organism of interest to the fields of ecological and phar- 
maceutical sciences due to its influence on biofilms and its ability 
to synthesize bioactive molecules (2). So far, draft genome se- 
quences of over 40 Pseudoalteromonas strains have been released 
to public databases, and three strains have complete whole- 
genome sequences. 

Here we present the genome sequences of two Pseudoalteromo- 
nas strains, Pseudoalteromonas lipolytica SCSIO 04301 and Pseu- 
doalteromonas sp. strain SCSIO 11900. SCSIO 04301 was isolated 
from sediment at 63 m deep in the South China Sea (18°0'N, 
109°42'E), and SCSIO 1 1900 was isolated from the surface mucus 
layer of the coral at 4 m deep in the South China Sea (18°13'N, 
109°28'E). The 16S rRNA sequences of SCSIO 04301 share 100% 
similarity with Pseudoalteromonas lipolytica LMEB 39 (3), while 
SCSIO 11900 is most closely related to the deep-sea sediment- 
adapted strain Pseudoalteromonas sp. SM9913 (4). The SCSIO 
04301 and SCSIO 11900 strains are nonpigmented. Similar to 
other Pseudoalteromonas strains, both strains produce large 
amounts of extracellular polymeric substances and form pellicles 
and biofilms. 

Sequences were obtained using the Illumina HiSeq 2000 se- 
quencing platform; 680 Mb and 677 Mb of clean data were pro- 
duced for the SCSIO 04301 and SCSIO 11900 genomes, respec- 
tively. SOAPdenovo (version 1.05) (5, 6) was used to assemble the 
reads after filtering. The assembled result was then locally assem- 
bled and optimized according to paired-end and overlap relation- 
ships. The sizes of the genomes were estimated by k-mer analysis, 
the GC contents were calculated by GC-depth analysis, and the 
protein-coding open reading frames (ORFs) were predicted by 
Glimmer (7, 8) (version 3.02). For RNA prediction, rRNA was 
predicted by the rRNA database and RNAmmer (9) (version 1.2) 
and tRNA was predicted by tRNAscan (10). 

Based on the assembled results, the genome size of SCSIO 



04301 is 4.7 Mb and the GC content is 41.26%. The number of 
scaffolds is 12 and the total coverage over the genome is 145-fold. 
For SCSIO 1 1900, the genome size is 3.7 Mb, with a GC content of 
40.45%. The number of contigs is 22, and the total coverage over 
the genome is 183-fold. A total of 4,215 ORFs, 95 tRNAs, and 6 
rRNAs are predicted for SCSIO 04301, and a total of 3,515 ORFs, 
89 tRNAs, and 26 rRNAs are predicted for SCSIO 11900. Two 
chromosomes were found for both SCSIO 04301 and SCSIO 
11900, and the circularizations of the small chromosomes were 
confirmed again by PCR and subsequent DNA sequencing. A 
comprehensive study combined with comparative genome analy- 
sis and phenotypic analysis is under way to explore the relation- 
ships between genetic variation and phenotypic variation of Pseu- 
doalteromonas strains in different ecological niches. 

Nucleotide sequence accession numbers. This whole-genome 
shotgun project has been deposited at DDBJ/EMBL/GenBank un- 
der the accession numbers JDVB00000000 for SCSIO 04301 and 
JEMJ00000000 for SCSIO 11900. 
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